plots showing CpG island and promoter mean methylation differences, respectively, versus -log(p-value) from RnBeads differential methylation analysis. Blue dots correspond to the top 0.1 quantile of the dataset, as quantified by combined rank. (C, D) Hierarchical clustering of samples based upon DNA aggregate methylation patterns at CpG islands and promoters, respectively. (e, F) Correlation heat maps showing the emergence of DNA methylation differences at CpG islands and promoters, respectively, between experimental and control iMEF lines following induction of SDHC loss with doxycycline. Only differences emerging after day 0 are shown. Colors correspond to data point density (red = high, green = intermediate, blue = low) (G) Correlative analysis of initial promoter methylation state (beta value at day 0) and gene expression change at 20 days post dox initiation. Up-regulated genes were identified as having log 2 (fold-change) > 1. Down-regulated genes were identified as having log 2 (fold-change) < -1. Indicated T-tests were calculated in reference to the unchanging subset of genes by comparing distributions of promoter day 0 methylation beta values. (H) Correlative analysis of promoter CpG site number and gene expression change at 20 days post dox initiation. Up-regulated genes were identified as having log 2 (fold-change) > 1. Down-regulated genes were identified as having log 2 (fold-change) < -1. Indicated T-tests were calculated in reference to the unchanging subset of genes by comparing distributions of promoter CpG site numbers.
